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This report summarizes the Working Group meeting at PAG 2010 in San Diego, January 11, 2010.

The working group members have noted the substantial progress made by MaizeGDB since our last meeting and congratulate the entire MaizeGDB for their accomplishments.

Comments on presentations by MaizeGDB group

Below is a summary of comments raised during and in response to the MaizeGDB presentations. Only the presentations that raised action items are listed below.

Carson Andorf - Tools and Resources

· A question was raised whether gene/locus searches can identify synonyms of the search keys.  Currently this functionality is not available but would be a useful addition (this function has apparently been added recently and now works).  This function has always existed in the main search field at the top of the page. Note: this might actually be an issue with curation of the appropriate terms that can be used as synonymous with each other, as only terms presently listed as synonyms will be found.

· On slide 18, the visual representation of a Blast alignment did not appear to be able to represent out-of-order alignments to the chromosome.  In the particular case shown in the slide this was due to the unusual alignment that spanned a large genomic region.  It would be useful, however, if even in such situations the graphical view could highlight situations when the order of the aligned regions differs between the query and the reference.

· Related to the point above - is it possible to represent the location of known junctions in the alignment view?

· There were concerns raised that the Blast server experiences performance issues.  Some/most of these issues might be resolved as Darwin implements hardware changes.

Lisa Harper – phenotype curation and outreach
· There was a question of whether complex analyses can be performed using the available interface, e.g. link together phenotypes that are related through a same set of genes.  This functionality appears to be already available in MaizeGDB however it requires some familiarity with the system.  A possible suggestion is to provide HOWTO documents describing how certain use-cases can be achieved using MaizeGDB tools.

· In order to increase and reward community participation in the curation process it was suggested that journals might be able to help by providing a forum for publishing short notes describing the curation activity.

· Do phenotypes have unique identifiers associated with them? It would be valuable to implement such identifiers as they could (in the future) be used in the publication process the same way Genbank IDs are, i.e. a publication about a phenotype would only be allowed to proceed through the review process once the phenotype information was recorded in MaizeGDB and an ID was issued.  (Historical note: these identifiers used to be part of MaizeDB but they tended to confuse users and now they are virtually invisible to the casual observer, though they appear in the URL of each page.)
Mary Schaeffer – curation, newsletter

· Genereview should be well advertised from the MaizeGDB front page – this resource should be made more visible.

· It is unclear whether the newsletter is useful to the community (especially the US community) as much of the activity/contributions are made by international groups.  The usefulness of the newsletter both to US researchers and to the broader community needs to be evaluated. Much of the problem here may be due to delayed publication and the fact that the articles are not linked into MaizeGDB in a timely manner. Having all past issues on-line in an easily searchable format is critical.  Also, it may be time to consider having future issues of MNL as an on-line only resource and make it more accessible directly from the MaizeGDB home page.

Working group charge

1. What are some reasonable ways to encourage researchers to document their use of MaizeGDB in publications?  Acknowledgements?  Citations?  Sending out a notice with each large dataset shared that its use should be documented in resulting publications?  Any ideas here would be most welcome.

First and foremost, MaizeGDB should independently track accesses and tool utilization using, for example, Google Analytics (note: such metrics already appear to be tracked by MaizeGDB – perhaps the current information is sufficient).  This would provide hard metrics rather than relying on the community to adequately acknowledge the use of this resource.

The working group agrees that the community should be citing MaizeGDB appropriately during publication. It was noted that there are regular reminders to cite on most of the pages on the website. In addition, MaizeGDB is encouraged to discuss citation requirements with journals. MaizeGDB, together with other plant databases, could approach the journals with the goal to ensure that database and analysis resources are adequately acknowledged in publications (e.g. by indicating in the acknowledgements, or by required direct citation of which resources were used in the study).

2. Please comment on the NSF supplement supporting Gerry Neuffer and Lou Butler.  Is this the sort of thing that should be pursued again?  Is it a good mechanism for collecting data from senior or retired members of our research community?  Perhaps from active persons who didn’t or don’t have a component in their budget to transfer data to MaizeGDB as well?

The general feeling in the working group is that this approach is reasonable in the context in which it was applied (collecting data from senior/retired members of the community) however it would become an unnecessary distraction if applied more broadly.  Specifically, relevant active grants should adequately allocate resources to enable data transfer to MaizeGDB, rather than rely on supplemental funding put together at the last minute as the grants expire.  Also, the working group feels that the current approach of waiting until the last 3 months of a project prior to initiating negotiations on data transfer is insufficient.  MaizeGDB should be in annual or more frequent contact with active research projects in order to ensure effective data transfer.

The group considers this contact, however, should largely be driven by the research projects, and it is too much to ask MaizeGDB to send reminders or have knowledge of when relevant projects are ending. Given the collaborative nature of the community, perhaps this could be discussed at the Annual Maize Meeting (if there is a special website workshop) or as an announcement. Mistakes can be made by PIs (such as not timing the data transfer properly) so flexibility is also encouraged.

3. MaizeGDB has evolved a paradigm of centralizing IT work (Ames) and locating curators where a large group of maize researchers is located (Berkeley/Albany, CA; Columbia, MO; and Tucson, AZ).  Is this reasonable?  Should this sort of thing be continued?  Expanded?

This decision should be left in the hands of MaizeGDB.  It was noted that groups “nearby” MaizeGDB represent a good sampling of the maize research community, and this is an efficient mechanism for input.  MaizeGDB is also encouraged to continue to reach out to, and interact with the broader community.

4. As more lines are sequenced, what sorts of data analysis will be needed? More specifically and more urgently, what is the best way to represent the HAPMAP of maize and what sorts of analysis tools are going to be needed? Because the human data rely on populations, not inbreds, it is likely that their tools will not leverage this aspect of plant breeding.

A useful feature would be the ability to represent Quantitative Trait Polymorphisms in the database.  Such information is currently not represented in related databases, possibly highlighting the difficulty of this task. Is there a group database effort to discuss how to handle this representation? If so, MaizeGDB is encouraged to continue exploring tools with other db groups.

It would be useful to have the ability to represent haplotypes at various levels of resolution along the chromosomes.  It is likely that such information will start to be incorporated in the GBrowse system (and some functionality probably already exists) as other communities are faced with similar issues.  Maizesequence.org incorporated representations for degrees of sequence finishing, and perhaps a similar concept could be applied.

As more strains of maize are sequenced it will be important to figure out a way to represent all the genomic content of these strains, in particular genomic regions not present in the B73 reference.  It is particularly important to capture genomic contigs from other maize strains that are not present in the B73 genome.  The full set of differences might be difficult to capture given the fact that new strains will be sequenced through high-throughput technologies and will likely be highly fragmented.  

It is unclear for how long B73 will remain the only reference maize sequence and whether a single reference sequence is even appropriate going forward.  The main question is whether MaizeGDB have developed the flexibility to deal with this and the previous issues – the Working group would like more details on this point.

5. Please comment on our additions and improvements in curation.  Have we improved the areas of curation that were of concern to you?  Are there specific areas of data curation we should be focus on?

Are there hard metrics on phenotype curation?  This is an open question worthy of continued discussion. In general the group considers that curation efforts need to be more systematic and streamlined in order to keep up with the wealth of data that are being generated.  It is critical to establish standards to which the community will have to adhere (e.g. minimum information requirements) rather than rely on the community to provide guidance on the information that might be relevant.  This is one critical area where MaizeGDB has to take a leadership role.  The working group acknowledges the difficulty because not all phenotypes can be described in controlled terms exclusively, i.e. some phenotypes are dependent on the individual researchers methods of phenotype analysis. Also, phenotyping will become more multi-dimensional as resources/tools for phenotyping increase. Thus, as with other ways of handling the influx of data, MaizeGDB needs to have a plan so that representation of phenotypes can change and expand with new data. During this planning phase, individualized and personal contact between MaizeGDB and researchers is essential.

Additional working group comments

· There is substantial concern over the large amounts of data being generated by the community that will soon have to be incorporated into MaizeGDB.  MaizeGDB should start planning now for how these data-sets will be incorporated.  The data should be triaged based on when they will be available and MaizeGDB should commence direct discussions with data producers to ensure all necessary information will be available (see discussion above on standards).  The triaging protocol should also be open for community input. In the process, researchers will be reminded of their responsibility for making the data input process as streamlined and as manageable for MaizeGDB as possible.

· Another key concern relates the quality of the reference sequence and gene annotation. MaizeGDB should be the stewards of this information and should devote efforts to maintaining the quality of the information.  An example would be gene models that can be corrected as additional information becomes available.  MaizeGDB should have a process in place to determine which gene model is correct and to update the data as necessary (and communicate the changes to NCBI).  This is a major undertaking and will require assistance from the community (e.g. close interaction with groups specifically funded to improve the assembly and annotation of the maize genome).  Some level of community curation might also be necessary.

· Systematic storage of phenotype data (raw data in flat files) going along with mapping experiments would be very useful - for example for the different experiments conducted with the IBM populations – even if the data are not fully curated.

